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Alignments 

> gi | 18173255 | gb[BM34 8643 . 1 [BM348643 MEST2 94 -C01 . T3 I SUMS -RN Zea mays cDNA clone MEST2 9 
Length = 54 8 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 

Query: 1 gttttccgtctagcctcggt 20 

It I ! 1 1 1 ! 1 1 1 1 1 i I M 1 1 1 

Sbjct: 142 gttttccgtctagcctcggt 123 

> gi | 18171102 | gb |BM34 0 942 . 1 1 BM340942 MEST32 8 -AO 9 . T3 ISUM5-RN Zea mays cDNA clone MEST32 
Length = 2 32 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 

Query: 1 gttttccgtctagcctcggt 20 

Mill IIIIIIIMIIMI! 

Sbjct: 217 gttttccgtctagcctcggt 198 

> gi 1 18169253 | gb | BM33 9093 . 1 |BM3 3 9093 MEST236 -F10 . T3 ISUM5-RN Zea mays cDNA clone MEST23 
Length = 650 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 
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Sbjct: 215 gttttccgtctagcctcggt 196 

> gi | 18167158 | gb | BM33 6 997 . 1 | BM33 6997 MEST201-H09 . T3 ISUM5-RN Zea mays cDNA clone MEST20 
Length = 752 

Score = 40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

lllilllllll MM III 

Sbjct: 215 gttttccgtctagcctcggt 196 

> gi | 18164243 |gb[BM334082 . 1 | BM334 082 MEST132 -Cll . T3 ISUM5-RN Zea mays cDNA clone MEST13 
Length = 594 

Score = 40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 M 1 1 1 

Sbjct: 216 gttttccgtctagcctcggt 197 

> gi | 17 93183 0 | gb | BM2 68790 . 1 |BM2687 90 MEST400 -Ell . univ ISUM5-RN Zea mays cDNA clone MEST 
Length = 745 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query : 1 gttttccgtctagcctcggt 20 

1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 i 1 1 1 1 

Sbjct: 215 gttttccgtctagcctcggt 196 

> gi | 17 93 024 5 | gb]BM2 672 05 . 1 |BM2672 05 MEST3 91-F01 . T3 ISUM5-RN Zea mays cDNA clone MEST39 
Length = 555 

Score = 40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 217 gttttccgtctagcctcggt 198 

> gi | 1793 0 06l|gb|BM2 67021.l|BM267021 MEST3 89-B08 . T3 I SUMS -RN Zea mays cDNA clone MEST38 
Length = 746 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

M M 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 

Sbjct: 215 gttttccgtctagcctcggt 196 

> gi | 16 92 6819 | gblBM07 98 87 . 1 1BM079887 MEST10 1 -A03 . T3 ISUM4-TN Zea mays cDNA clone MEST10 
Length =53 0 
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Score = 40.1 bits (20) , Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

llllllllll MINIMI I 

Sbjct: 142 gttttccgtctagcctcggt 123 

> gi | 169265 07 1 gb 1 BM07 957 0 . 1 | BMP 7 957 0 MEST96-D10 . T3 ISUM4-TN Zea mays cDNA clone MEST96- 
Length =697 

Score = 40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 1 gttttccgtctagcctcggt 2 0 

II Mil Mil I MM MM I 

Sbjct: 578 gttttccgtctagcctcggt 597 

> gi 1 16925569 [gblBM078637 .1 |BM078637 MEST12 2 -D04 . T3 ISUM4-TN Zea mays cDNA clone MEST12 
Length =62 6 

Score = 40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 2 0 

M MM I M I II Ml III I 

Sbjct: 145 gttttccgtctagcctcggt 126 

> gi | 16922 583 | gb | BM07563 8 . 1 | BM07563 8 MEST358 -C04 . T3 ISUM5-RN Zea mays cDNA clone MEST35 
Length =512 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

j 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 215 gttttccgtctagcctcggt 196 

> gi | 16 919855 [ gb | BM074 3 88 . 1 | BM074 3 88 MEST85 -E10 . T3 ISUM4-TN Zea mays cDNA clone MEST85- 
Length = 670 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

II I Ml MM I MM MM I 

Sbjct: 151 gttttccgtctagcctcggt 132 

> gi | 1312 6315 lgb[BG3 16885 . 1 |BG3 16885 947027G05.xl 947 - 2 week shoot from Barkan lab Ze 
Length =4 02 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 
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Query: 1 gttttccgtctagcctcggt 2 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 46 gttttccgtctagcctcggt 27 

> gi | 7119143 | gb | AW4 97500 . 1 | AW4 97500 660052H09.xl 
Length =4 92 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

MUM I MM llllllll 

Sbjct: 141 gttttccgtctagcctcggt 122 

> gi ] 6056718 | gbj AWO 9112 3 . 1 | AW09112 3 614091A08.xl 
cDNA. 

Length = 561 

Score = 40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

III MM MM INI III 

Sbjct: 87 gttttccgtctagcctcggt 68 

> gi | 6022239 1 gb | AW067167 . 1 | AW067167 683016F05.X1 
mays cDNA . 
Length = 583 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 2 0 

Ml llllllll MM MM I 

Sbjct: 145 gttttccgtctagcctcggt 126 

> gi | 584712 7 [gb | AWO 002 06 . 1 [ AW0002 06 614009A12.yl 
Length = 554 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 1 gttttccgtctagcctcggt 2 0 

Ml MM MM MM MM 

Sbjct: 416 gttttccgtctagcctcggt 435 

> gi | 57 9144 6 |gb|AI97823 8 . 1 [AI97 823 8 614042B09.X2 
CDNA. 

Length =411 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 
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660 - Mixed stages of anther and polle 



614 - root cDNA library from Walbot La 



683 - 14 day immature embryo from Hake 



614 - root cDNA library from Walbot La 



614 - root cDNA library from Walbot La 
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Sbjct: 94 gttttccgtctagcctcggt 75 

> gi | 574 0565 [gb| AI948255 .1 [AI94 82 55 603039C05.xl 
Zea mays cDNA. 
Length = 528 

Score = 40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

1 1 1 ! 1 1 1 I i 1 1 1 1 1 1 1 1 1 1 I 

Sbjct: 124 gttttccgtctagcctcggt 105 

> gi | 571424 8 [gb | AI944233 . 1 |AI9442 3 3 614039C05.xl 
cDNA. 

Length =416 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 

Sbjct: 43 gttttccgtctagcctcggt 24 

> gi | 5607 92 6 | gb | AI901593 . 1 | AI9015 93 618007E09.xl 
Length = 4 09 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

1 1 1 ! 1 1 1 ! 1 1 1 [ 1 1 1 1 1 1 1 1 

Sbjct: 98 gttttccgtctagcctcggt 79 

> gi |552 5452 | gb | AI86134 5 . 1 [ AI861345 614012F08.xl 
Length = 62 7 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

III III! MM MM Ml 1 1 

Sbjct: 103 gttttccgtctagcctcggt 84 

> gi 1 54 99176 |gb | AI8 55 04 3 . 1 | AI85504 3 606074C08.X1 
mays cDNA . 
Length = 605 

Score =40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 145 gttttccgtctagcctcggt 126 
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603 - stressed root cDNA library from 



614 - root cDNA library from Walbot La 



618 - Inbred Tassel cDNA Library Zea m 



614 - root cDNA library from Walbot La 



606 - Ear tissue cDNA library from Sch 
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> gi 1 534 3195 | gb[ AI7953 8 0 . 1 | AI7953 8Q 614009A12.X2 614 - root cDNA library from Walbot La 
Length = 554 

Score = 40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 1 gttttccgtctagcctcggt 20 

MINI II II lllllll III 

Sbjct: 416 gttttccgtctagcctcggt 435 

> gi 1 50183 72 |gb| AI7 14565 . 1 |AI7 14565 605059Ell.xl 605 - Endosperm cDNA library from Schm 
mays cDNA . 
Length =581 

Score = 40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 i 

Sbjct: 85 gttttccgtctagcctcggt 66 

> gi 1 4967137 | gb | AI691859 . 1 | AI691859 606011C12.X1 606 - Ear tissue cDNA library from Sch 
mays cDNA . 
Length = 595 

Score = 40.1 bits (20), Expect = 0.012 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

llllllllll IIIMIIIII 

Sbjct: 136 gttttccgtctagcctcggt 117 

> gi | 18163119 [gbjBM3 32 95 8 . l]BM3 32 958 MEST182 -A04 . T3 ISUM5-RN Zea mays cDNA clone MEST18 
Length =513 

Score = 36.2 bits (18), Expect = 0.19 
Identities = 18/18 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcg 18 

llllll III I MM III I 

Sbjct: 213 gttttccgtctagcctcg 196 

> gi | 18172136 [gb | BM34 7524 . 1 [BM34 7524 MEST278-G04 . T3 ISUM5-RN Zea mays cDNA clone MEST27 
Length = 609 

Score =32.2 bits (16), Expect =2.9 
Identities = 19/20 (95%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 20 

1 1 1 1 1 1 1 1 1 1 1 1 1 E MMI 

Sbjct: 214 gttttccgtctagcatcggt 195 

> gi 1 1816992 8 | gb | BM3 39768. 1 [BM3 3 9768 MEST3 12 -C12 . T3 ISUM5-RN Zea mays cDNA clone MEST31 
Length =645 
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Score = 32.2 bits (16), Expect =2.9 
Identities = 19/20 (95%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcctcggt 2 0 

II Ml IIIMII II Mill 

Sbjct: 214 gttttccgtctagcatcggt 195 

> gi | 1816692 7 | gb | BM33 6766 . 1 1 BM3 3 6766 MEST198 -F01 . T3 ISUM5-RN Zea mays cDNA clone MEST19 
Length = 533 

Score =32.2 bits (16), Expect =2.9 
Identities = 16/16 (100%) 
Strand = Plus / Minus 



Query: 1 gttttccgtctagcct 16 

IMIIMIIIIIIIII 

Sbjct: 209 gttttccgtctagcct 194 

> gi | 16083 856 | gb | BI876585 . 1 |BI876585 f I74b04 .yl Sugano Kawakami zebrafish DRA Danio rer 
3819582 5' similar to TR:Q9Y6X8 Q9Y6X8 KIAA0854 
PROTEIN. ; . 
Length =62 8 

Score =32.2 bits (16), Expect =2.9 
Identities = 16/16 (100%) 
Strand = Plus / Plus 



Query: 5 tccgtctagcctcggt 20 

Ml Ml MM MM II 

Sbjct: 7 tccgtctagcctcggt 22 

> gi | 6950713 ] gb [ AW422781 . 1 | AW422781 fi47f07.yl Sugano Kawakami zebrafish DRA Danio reri 
2640805 5' similar to TR:Q60566 Q60566 VDX ;. 
Length = 622 

Score =32.2 bits (16), Expect =2.9 
Identities = 16/16 (100%) 
Strand = Plus / Plus 



Query: 5 tccgtctagcctcggt 20 

Ml MMMIMIMI 

Sbjct: 1 tccgtctagcctcggt 16 

> gi | 3 6753 35 | gb [ AI14 7653 . 1 | AI 14 7653 qb27e01.xl Soares_pregnant_uterus_NbHPU Homo sapien 
IMAGE: 1697496 3 ' . 
Length =2 68 

Score = 32.2 bits (16), Expect =2.9 
Identities = 16/16 (100%) 
Strand = Plus / Plus 



Query: 2 ttttccgtctagcctc 17 

MM lllllllllli 

Sbjct: 193 ttttccgtctagcctc 208 

Database: Database of GenBank+EMBL+DDBJ sequences from EST Divisions 

Posted date: Mar 6, 2002 2:52 AM 
Number of letters in database: 734,596,431 
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Number of sequences in database: 10,685,586 



Lambda 



K 



H 



1.37 



0. 711 



1.31 



Gapped 
Lambda 



K 



H 



1.37 



0.711 



1.31 



Matrix: blastn matrix :1 -3 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB : 5932 

Number of Sequences: 10685586 

Number of extensions: 5932 

Number of successful extensions: 5911 

Number of sequences better than 10.0: 34 

length of query: 2 0 

length of database: 5,029,563,727 

effective HSP length: 17 

effective length of query: 3 

effective length of database: 4,847,908,765 

effective search space: 14543726295 

effective search space used: 14543726295 

T: 0 

A: 30 

XI: 6 (11.9 bits) 
X2 : 15 (29.7 bits) 
SI: 12 (24.3 bits) 
S2: 16 (32.2 bits) 
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